Genetic Diversity of the Slow Loris The mitochondrial 12S rRNA nucleotide sequences were deter mined to investigate the genetic diversity of this species. The regions were amplified by PCR using L1091 and H1478
The Slow loris (Nycticebus coucang) from the genus
Nycticebus, is distributed from South to Southeast Asia (Lekagul & Mcneely, ) . Within Indonesia, this species can be found in Sumatra, Java and Kalimantan.
The wild population has been in significant decline due to poaching, capturing for selling as pets and habitat and Sumatra (N.c. coucang) (Groves, ; PHPA, ) .
degradation (IUCN,
However, some morphological reviews have classified the animal into as many as six subspecies (Chasen, ; Strein, ; Corbet & Hill, ) . Such similar morphological characters make it extremely difficult to establish the identity (i.e., the subspecies name), and therefore the original location of individual animals taken by the animal trade. That is to say, that until permanent characteristics are established for each subspecies, the conservation of this species in the wild will remain extremely difficult. As such, it was important to explore par ticular markers so as to determine the genetic characteristics of each subspecies with molecular DNA.
For this reason we conducted a genetic analysis on N.
coucang based on mitochondria S rRNA genes to determine genetic diversity and nucleotide differences between populations. 
MATERIALS AND METHOD

RESULTS AND DISCUSSION
Sequences as long as base-pair nucleotides could be obtained from only of the individuals sampled.
The remaining three individuals could not be either sequenced or analyzed. Thus, the genetic variety of one individual from Kalimantan (N.c. menangensis) and both individuals from Jambi (N.c. coucang) could not be calculated.
Variation of DNA Sequences:
The sequence TGCCCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAACCACT   SM4  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  SM1  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  SM2  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  JM1  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  SM3  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  LP3  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAGGATAGAAAATGTAGCCCATTTCTTC  SM5  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  JM2  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  SM6  TTTTTCATAAGGGGTGGCGTTAATTGTTCTGTGAAGATAGAAAATGTAGCCCATTTCTTC  LP2  TTTTTCATAAGGGGTGGCGTTAGTTGTTCTGTGAGGATAGAAAATGTAGCCCATTTCTTC  LP1  TTTTTCATAAGGGGTGGCGTTAGTTGTTCTGTGAGGATAGAAAATGTAGCCCATTTCTTC  LP4  TTTTTCATAAGGGGTGGCGTTAGTTGTTCTGTGAGGATAGAAAATGTAGCCCATTTCTTC   SM4  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  SM1  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  SM2  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  JM1  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  SM3  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  LP3  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTAGTTCTCCTGCTTACTATG  SM5  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  JM2 CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG
CLUSTAL X 1.8 multiple sequence alignment
SM4 -TTGCCCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT SM1 ATTGCCCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT SM2 ---GCCCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT JM1 ---GCCCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT SM3 ----------------------------------TTACTTCTAAATCCGCCTTAATCACT LP3 ---------TTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT SM5 --------ATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT JM2 -------TATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT SM6 -----CCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAATCACT LP2 ----------------------------------TTACTTCTAAATCCGCCTTAACCACT LP1 ---GCCCTATTCAATTAAGCTCTCTATTCTTAATTTACTTCTAAATCCGCCTTAACCACT LP4 --
Genetic Variation:
From the nine polymorphic sites, haplotypes were found (JA, JB, SA, SB, and SC) (Table ) . The frequency and genetic variation of the haplotypes can be seen in Table   SM6  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCCTGCTTACTATG  LP2  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTAGTTCTCTTGCTTACTATG  LP1  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTAGTTCTCTTGCTTACTATG  LP4  CCACCTCATAGACTACACCTTGACCTAACGTTTTAATGTGTGGTTCTCTTGCTTACTATG   SM4  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  SM1  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  SM2  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  JM1  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  SM3  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  LP3  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  SM5  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  JM2  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  SM6  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  LP2  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  LP1  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG  LP4  GGTCCTTGACAGGGTTTGCTGAAGATGGCGGTATATAGGTTGAATTAGAAAGAGGTGGTG   SM4  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  SM1  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  SM2  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  JM1  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  SM3  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  LP3  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  SM5  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  JM2  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  SM6  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTGTAAAGCACCGC  LP2  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTATAAAGCACCGC  LP1  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTATAAAGCACCGC  LP4  AGGTTTATCGGGGTTTATCGATTATAGAACAGGCTCCTCTAGGGGGGTATAAAGCACCGC   SM4  CAAGTCCTTTGAGTTTCGAGCTGTTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  SM1  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  SM2  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  JM1  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  SM3  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  LP3  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  SM5  CAAGTCCTTTGAGTTTCGAGCTGTTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  JM2  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  SM6  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT  LP2  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGATAT  LP1  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGATAT  LP4  CAAGTCCTTTGAGTTTCGAGCTATTGCTTGTAGTACTCTGGCGAGTAGCATTGTTGGTAT   SM4  GCTACTTTAGTTTACGGTTAAGCATAG  SM1  GCTACTTTAGTTTACGGTTAAGCATAG  SM2  GCTACTTTAGTTTACGGTTAAGCATAG  JM1  GCTACTTTAGTTTACGGTTAAGCATAG  JM3  GCTACTTTAGTTTACGGTTAAGCATAG  LP3  GCTACTTTAGTTTACGGTTAAGCATAG  SM5  GCTACTTTAGTTTACGGTTAAGCATAG  JM2  GCTACTTTAGTTTACGGTTAAGCATAG  SM6  GCTACTTTAGTTTACGGTTAAGCATAG  LP2  GCTACTTTAGTTTACGGTTAAGCATAG  LP1  GCTACTTTAGTTTACGGTTAAGCATAG  LP4 GTTACTTTAGTTTACGGTTAAGCATAG is higher than the other four haplotypes, and is the dominant characteristic of the Javanese Slow Loris.
This result indicates that genetic variation is lower in
Javan Slow Loris , (h = , ) than in those from Lampung (Sumatra) (h = , ), as characterized by haplotypes from individuals (Table ) . This is also indicated by the nucleotide differences between the Javan and Sumatran (Lampung) populations i.e., = .
, while the Jember individuals indicate a monomorphic population (it should be noted that this is only a temporary result).
The decrease in the genetic variation of the Javan Slow A philogeny tree ( Fig. ) indicates that the Javan and Sumatran populations show different haplotypes.
However, there is one ambiguous haplotype from
Lampung that is closer to the Javan population than it Tabel 1. Polymorphic positions between Slow Loris haplotypes. A period denotes a matching base with the top-most sequence. 
CONCLUSION
From this research, haplotypes were found (JA, JB, SA, SB, SC); two of these (JA, JB) are found in the Javan population and three (SA, SB, SC) in the Sumatran population. The genetic variation between those from Java and Sumatra is h = , , and that Java and Lampung (h = , ).
As the samples of each subspecies in this study were very limited, there should be further research examining more samples from each location, as well as some additional locations of each subspecies in order to obtain more complete information regarding the existence of slow lories in nature.
